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AMENDMENTS TO THE CLAIMS: 

This listing of claims will replace all prior versions, and listings, of claims in the 
application. 

Listing of Claims: 

Claims 1-8 (cancel without prejudice or disclaimer). 

Claim 9 (currently amended). A host cell which produces a modified DNA polymerase 
having [[an]] the amino acid sequence that oharos not Iggo than 95% homolog)^ to of SEQ 
ID N0:4 , which_DNA polymoraoo during DNA ooquonoing offcotivoly incorporated 
fluorooccnt dye labolod didooxjuuclootidc torminatoro ddCTP, ddATP, ddTTP and 
ddGTP, and hoc a reducti'^" nnlnrtivn Hincrimination ggginot incorporation of 

fluoroocont dyo labolod didooxynuclootido torminators ddCTP and ddATP, 

whoroin tho DNA pol>Tnoraoo in its unmodified otato has loucino, glutamato, and 
glutamato rcoiduoo at pooitionp 312 3^1, rospoctivoly, and a phenylalanine at position 
122, tho popitiono being dctorminod based on a last lyoino residue in the end of the 
soquonoo counted as position 5 88 . whoroin tho DNA polynioraso soloctivoly discriminates 
against inooi-pomtion of fluoroscont dyo labolod didooxynuclootide torminators ddCTP 
and ddi\TP but docs not diacriminato against incorporation of fluroosccnt dye labolod 
didooxynuclootide torminators ddTTP and ddGTP . 

Claim 10 (original). The host cell according to claim 9, wherein the modified DNA 
polymerase has proofi-eading 3'-5' exonuclease activity during DNA sequencing of a 
DNA strand from a template, such that the DNA polymerase functions to excise 
mismatched nucleotides from the 3' terminus of the DNA strand at a faster rate than the 
rate at which the DNA polymerase fimctions to remove nucleotides matched correctly 
with nucleotides of the template. 

Claim 1 1 (cancel without prejudice or disclaimer). 
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Claim 12 (original). The host cell according to claim 9, wherein the DNA polymerase is 
encoded by nucleotide sequence SEQ IDS N0:3. 

Claim 13 (original). The host cell of claim 9, which is E. coli . 

Claims 14-28 (cancel without prejudice or disclaimer). 

r 

Claim 29. (Amended) A DNA construct comprising: , 

(i) a nucleotide sequence encoding a modified DNA polymerase which has an 
amino acid sequence that shares not less than 95% homology to a DNA 
polym e rase isolat e d from a strain of Bacillus stcarothermophilus — ef 
Bacillus caldotcnax, having an amino acid s e qu e nc e that shar e s not l e ss 
than 95% homology to SEQ ID N0:4, which wherein said nucleotide 
sequence encodes threonine, proline and leucine r e sidu e s at positions 
corresponding to positions 342-344, respectively, and a tyrosine r e sidu e at 
a position corresponding to position 422, wherein the DNA polymerase in 
its unmodified state has leucine, glutamate, and glutamate r e sidues at 
positions 342-344, respectively, and a phenylalanine at position 422, the 
positions being determined based on a last lysine residue in the end of the 
sequence counted as position 588; and 

(ii) a vector, for introducing the DNA construct into eukaryotic and 
procaryotic host cells. 

Claim 30 (original). The DNA construct according to claim 29 wherein the vector is a 
cloning vector or an expression vector. 

Claims 31-38 (cancel without prejudice or disclaimer). 

Claim 39. (Amended) A modified nucleotide sequence encoding a DNA polymerase 
which has an amino acid sequence that shares not less than 95% homology to a DNA 
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polym e ras e isolat e d from a strain of Bacillus stoarothcrmophilus of Bacillus caldotcnax, 
having an amino acid s e qu e nc e that shar e s not less than 95% homology to SEQ ID N0:4, 
which wherein said nucleotide sequence encodes threonine, proline and leucine r e sidu es 
at positions corresponding to positions 342-344, respectively, and a tyrosine r e sidu e at a 
position corresponding to position 422, wherein the DNA polymerase in its unmodified 
state has leucine, glutamate, and glutamate r e sidu e s at positions 342-344, respectively, 
and a phenylalanine at position 422, the positions being determined based on a last lysine 
residue in the end of the sequence counted as position 588. 

Claim 40. (previously amended) The modified nucleotide sequence according to claim 
39 which has the nucleotide sequence of SEQ ID NO:3. 

Claims 41-56 (cancel without prejudice or disclaimer). 
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